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Short description of the project

Our tasks within the service center GCBN (German Crop BioGreen-
formatics Network) are the development and improvement of
workflows for gene annotation in plants, with a focus on the large
and complex cereal genomes. We provide comprehensive gene
annotations and subsequent analyses, often on the basis of
cooperations within international genome projects. In addition we
do consulting as service to the plant community. This service
covers for instance consulting on best practices and approaches for
plant genome analyses, the search for suitable datasets and their
interpretation or the the extraction of customized datasets.

de.NBI services

- timely delivery of annotations for large crop genomes
(is not trivial: such complex and transposon crowded genomes require
sufficient computing resources & optimized pipelines)

- FAIR data deposition
- consulting service on best practices for plant genomes
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much used annotation resources lead to high citations
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Upcoming resources: interactive and scalable pan-genome
visualisation and plant transposon database

talA ta2A ta3A tadA taA tabA | ftalA talB ta3B tadB taB tabB ta’lB talD ta2D

1l

™ a plant repeat database
& classification system

genes : /
DNA-trapisposons /
LTR-refrotransposons [
\ 2.6Mh ,
[ 1

General information on the project

- 1 scientist FTE financed by de.NBI

- further staff involved with de.NBI tasks add up to 1 FTE:

0.1 PI (K.Mayer), 0.5 pipeline implementation (T.Lux, Postdoc),
0.2 FTE system administration, 0.2 smaller service tasks
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Progress report github.com/pPGSB-HMGU/plant.annot

Annotations for several (Pan-)genome projects (270 Gb sequence)
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Gene consolidation across pan-genomes
to identify missing genes

Thomas Lux:"A consolidated Wheat allergene atlas as example for studies
gene annotation for the 10+wheat based on gene annotations (Juhasz et al. 2018)
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FAIR-ification of Plant Genotyping Data and its linking to Phenotyping using ELIXIR Platforms
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de.NBI training and education (2019

- individual training of PHD students to use the HMGU gene-pipeline
in their project (e.g. Oat)

- use of de.NBI cloud virtual servers as common platform in a
bioinformatic course for university students

Publications (de.NBI related, since 2018 SAB meeting)

® HMGU (gene) annotation method description
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